Single-crystal X-ray study T = 150 K Mean (C-C) = 0.004 Å R factor = 0.035 wR factor = 0.092 Data-to-parameter ratio = 8.4
Comment
The crystal structure of a monoclinic form (P2 1 /n) of sulfanilic acid monohydrate, (II), has been described (Rae & Maslen, 1962) . Here, the structure of an orthorhombic form, (I) (P2 1 2 1 2 1 ), obtained by recrystallization from a methanol solution of the compound, is described ( Fig. 1 and Table 1 ).
The C-S and C-N bond lengths in (I) ( Table 1) are close to the corresponding distances in (II) and O 3 SC 6 H 4 NH-CH-N(CH 3 ) 2 ÁH 2 O (Hempel et al., 1999) . The S-O bond distances in (I) are similar to those found in (II) (Rae & Maslen, 1962) , in metanilic acid (Hall & Maslen, 1965) , and in 2,5-dichlorobenzenesulfonic acid and 2,5-dibromobenzenesulfonic acid (Lundgren & Lundin, 1972) . The C-S-O and O-S-O angles deviate from 109.5 in the expected manner. The crystal structure of (I) is stabilized by intermolecular N-HÁ Á ÁO and O-HÁ Á ÁO hydrogen bonds (Table 2) , which result in the formation of a hydrogen-bonded network (Fig. 2) . The water molecule is hydrogen bonded to the amine group (N1/H1B). The distance between the two parallel structures, with symmetry (1 + x, y, z), in the packing diagram (Fig. 2) is 6.163 (3) Å .
Experimental
Sulfanilic acid (1.732 g, 1 mmol) was dissolved in methanol (20 ml) and stirred for 1 h. After filtration, the clear solution was left for crystallization, and after two weeks, pale-yellow crystals were obtained. Table 1 Selected geometric parameters (Å , ).
Crystal data
106.26 (15) O2-S1-O3 112.15 (15) O2-S1-C1
105.00 (15) O3-S1-C1
107.36 (15) Table 2 Hydrogen-bond geometry (Å , ). 
In the absence of significant anomalous scattering, Friedel pairs were merged before the final refinement. C-bound H atoms were included in the riding model approximation with C-H = 0.95 Å , and with U iso (H) = 1.2U eq (C). H atoms attached to N and O(water) were located from an electron density map, fixed in these positions and assigned individual isotropic displacement parameters; see Table 2 for bond distances.
Data collection: CAD-4 EXPRESS (Enraf-Nonius, 1992); cell refinement: CAD-4 EXPRESS; data reduction: CAD-4 Processing Program (Hursthouse, 1976 ); program(s) used to solve structure: SHELXS97 (Sheldrick, 1990 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 1997); molecular graphics: ORTEP-3 for Windows (Farrugia, 1997) ; software used to prepare material for publication: WinGX (Farrugia, 1999) .
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